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<210> 1 
<211> 705 
<212> DNA 

<213> Staphylococcus aureus 
<400> 1 

ttggtagtat tgttatctta tagttgcagt tgtattttta gttttctata tcaatttata 60 

tctatagaag aaacgtcatt tgattattta catagaagat cgaaatgtga ttattgtaat 12 0 

tcgtcactca aatggtatga attaatgccg attattagtt ttttattatt aaaagggcga 180 

tgtcgaaact gtcgaaagcg tatttcccta acacatttct taggggaaac ctttgcttta 24 0 

atacctatcg tctttattaa gtatgatttc acatacgtaa atgctacgct atttataact 300 

acatatgttt ttctgcttat ttttactatg accgatatca cttctttaat gttagattgt 360 

cgcttaatta taatttattg tatcgtttct ctctcgttaa gtatgattta tccagtagct 420 

tttatcatta ttagtatgac cacgcatata ttctactttt tatttcgggc atatattggt 480 

tatggtgacg ttttactaat atctgcactt tctttgtttt tccctctcca attcactatt 54 0 

tatgtcattt tatttacatt tgtcattgct ggtttagttg ctttaattac catgatattt 600 

aagccgatta aactattacc ccttgttcca tttatattta tttccttttt tatcaattca 660 
cttttttata atgatatcca tcaattttta ggaggcgtat atttt 705 



<210> 2 
<211> 235 . 
<212> PRT 

<213> Staphylococcus aureus 
<400> 2 

Leu Val Val Leu Leu Ser Tyr Ser Cys Ser Cys lie Phe Ser Phe Leu 
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1 5 10 15 

Tyr Gin Phe lie Ser He Glu Glu Thr Ser Phe Asp Tyr Leu His Arg 
20 25 30 

Arg Ser Lys Cys Asp Tyr Cys Asn Ser Ser Leu Lys Trp Tyr Glu Leu 
35 40 " 45 

Met Pro He lie Ser Phe Leu Leu Leu Lys Gly Arg Cys Arg Asn Cys 
50 - 55 60 



Arg Lys Arg lie Ser Leu Thr His Phe Leu Gly Glu Thr Phe Ala Leu 
65 70 75 80 

He Pro He Val Phe He Lys Tyr Asp Phe Thr Tyr Val Asn Ala Thr 
85 90 95 

Leu Phe He Thr Thr Tyr Val Phe Leu Leu He Phe Thr Met Thr Asp 
100 105 HO 

He Thr Ser Leu Met Leu Asp Cys Arg Leu He He He Tyr Cys He 
115 120 125 

Val Ser Leu Ser Leu Ser Met He Tyr Pro Val Ala Phe He He He 
130 135 140 

Ser Met Thr Thr His He Phe Tyr Phe Leu Phe Arg Ala Tyr He Gly 
145 150 155 160 

Tyr Gly Asp Val Leu Leu He Ser Ala Leu Ser Leu Phe Phe Pro Leu 
165 170 175 

Gin Phe Thr lie Tyr Val lie Leu Phe Thr Phe Val lie Ala Gly Leu 
180 185 190 

Val Ala Leu .He Thr Met He Phe Lys Pro He Lys Leu Leu Pro Leu 
195 200 205 

Val Pro Phe lie Phe He Ser Phe Phe He Asn Ser Leu Phe Tyr Asn 
210 215 220 

Asp He His Gin Phe Leu Gly Gly Val Tyr Phe 
225 230 235 



<210> 3 
<211> 986 
<212> DNA 
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<213> Vibrio cholerae 



960 
986 



<400> 3 

gaattcaaaa taaaacagat tgcatatcag tctgggtttg ctagcgtttc atatttttct 60 

acagtattta agtcaaccat gaatgtagca ccaagtgaat atttatttat gttgacagga 12 0 

gttgcagaaa aataatggaa tacgtttact tgatcctatt ttcgattgta tcactgattt 180 

tgggtagttt tagtaatgtt gtgatttatc gtctaccaag aaaaatttta ctaaagaatc 240 

atttttttta tgacatcgat tcaaatcgtt ccatgtgccc taaatgtgga aataaaatca 3 00 

gttggtatga taatgttcca ttgttaagtt atttgttact tcatggtaag tgtagacatt 360 

gtgatgaaaa aatttcatta agttatttta ttgtcgagtt atcatttttt ataatcgcat 42 0 

ttccaatata ttggttatca actgactggg ttgattcgtt cgtattgctc gggctttact 480 

ttattttatt caatcttttt gtaattgatt ttaaatctat gctattgcca aatttactta 540 

cgtatccgat attcatgttg gcatttattt atgtgcagcc aaatcaagca ttaacagttg 600 

aaagctctat tattggtggt tttgcggctt tcatcattac ctatgtgagt aatttcattg 660 

ttcggttatt caaaagaatc gatgtgatgg gaggtggaga tataaagctc tatactgcga 72 0 

ttggtactct tatcggtgtt gagtttgtac catatttatt cttgctgtcc tcgattattg 7 80 

catttattca ttggtttttt gctagagtct catgtcggta ttgcttatat atccctcttg 840 

gaccaagcat tattatctct tttgtaattg tttttttttc aatccgttta atgtgagcta 900 
aaatgaagtt ttctatcaag ttactaatga tttttacatc aattataatt actatttcat 
ctatccttac ttactttcag atgcat 



<210> 4 
<211> 253 . 
<212> PRT 

<213> Vibrio cholerae 
<400> 4 

Met Glu Tyr Val Tyr Leu lie Leu Phe Ser lie Val Ser Leu lie Leu 
1 5 10 15 

Gly Ser Phe Ser Asn Val Val lie Tyr Arg Leu Pro Arg Lys lie Leu 
20 25 30 

Leu Lys Asn His Phe Phe Tyr Asp lie Asp Ser Asn Arg Ser Met Cys 
35 40 45 

Pro Lys Cys Gly Asn Lys lie Ser Trp Tyr Asp Asn Val Pro Leu Leu 
50 55 60 

Ser Tyr Leu Leu Leu His Gly Lys Cys Arg His Cys Asp Glu Lys lie 
65 70 75 80 

Ser Leu Ser Tyr Phe lie Val Glu Leu Ser Phe Phe lie lie Ala Phe 
85 90 95 

Pro lie Tyr Trp Leu Ser Thr Asp Trp Val Asp Ser Phe Val Leu Leu 
100 105 110 
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Gly Leu Tyr Phe He Leu Phe Asn Leu Phe Val He Asp Phe Lys Ser 
115 120 125 

Met Leu Leu Pro Asn Leu Leu Thr Tyr Pro He Phe Met Leu Ala Phe 
130 135 140 

He Tyr Val Gin Pro Asn Gin Ala Leu Thr Val Glu Ser Ser He He 
145 150 155 160 

Gly Gly Phe Ala Ala Phe He He Thr Tyr Val Ser Asn Phe He Val 
165 170 175 

Arg Leu Phe Lys Arg He Asp Val Met Gly Gly Gly Asp He Lys Leu 
180 185 190 

Tyr Thr Ala He Gly Thr Leu He Gly Val Glu Phe Val Pro Tyr Leu 
195 200 205 

Phe Leu Leu Ser Ser He He Ala Phe He His Trp Phe Phe Ala Arg 
210 215 220 

Val Ser Cys Arg Tyr Cys Leu Tyr He Pro Leu Gly Pro Ser He He 
225 230 235 240 

He Ser Phe Val He Val Phe Phe Ser He Arg Leu Met 
245 250 
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